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Phase 3 Retrospectlve Longltudlnal Determine how well biomarkers detect preclinical disease by testing the markers against tissues collected longitudinally from research cohorts Contacts:

Phase 4 Prospective Screening
Phase 5 Cancer Control

Identify the extent and characteristics of disease detected by the test and determine the false referral rate

Evaluate both the role of the biomarkers for detection of cancer and the overall impact of screening on the population through large-scale screening on the population through large-scale population studies

Jane Oh, NASA Jet Propulsion Laboratory, Jane.C.Oh@jpl.nasa.gov

Dan Crichton, NASA Jet Propulsion Laboratory, Daniel.).Crichton@jpl.nasa.gov
Mark Thornquist, Fred Hutchinson Cancer Research Center, mthornqu@fhcrc.org
Don Johnsey, National Cancer Institute, johnsey@mail.nih.gov




